[A classification method of gene expression profile based on a locally linear embedding algorism with improved distance].
With its high dimensionalities, small samples and great noise, feature reduction of gene expression profile becomes quite necessary. The most common form of gene expression profile is nonlinear, and traditional dimensionality reduction methods can not project high dimensional data, whose initial dimensionalities are low, into low dimensional space. In this work, an improved distance locally linear embedding (LLE ) algorism was proposed to reduce the dimensionalities. LLE method is very sensitive to the closely-neighboring parameters. In order to enhance the robustness to the number of neighbors, in the paper we presented a novel distance to measure the distance between the samples for the purpose of reducing-the influence of distribution of samples. Experimental results demonstrated that the improved distance LLE can effectively extract information of classification features and greatly reduce the dimensionalities of data while maintaining a higher classification accuracy.